114 et al., 2011), and there is no information about the genetic structure of confined dolphins used for 115 recreational purposes. The aim of our study was to evaluate the actual level of genetic diversity 116 in a captive population of common bottlenose dolphins conformed by founders (wild-born) and 117 captive-born individuals, to provide baseline information that can be used to monitor and prevent 118 eventual loss of gene diversity in future generations. For that, we estimated the genetic 119 variability and structure of T. truncatus kept in one of the largest dolphinariums in Mexican 120 territory (Delphinus -Via Delphi), using ten nuclear microsatellite loci and sequences of the 121 control region of mitochondrial DNA (mtDNA) as molecular markers. 144 from Cuba ( Fig. 1) , while the remaining 24 dolphins were first-generation captive-born 145 individuals. All captive-born dolphins analyzed were the offspring of wild-born parents.
146
Figure 1
147 148 Two ml of whole blood were collected from the caudal vein of each animal, using a BD 149 Vacutainer system® with EDTA as an anticoagulant, and stored at -20°C for subsequent DNA 150 extractions. Total gDNA was isolated from leukocytes using the Wizard® Genomic DNA 151 Purification kit (Promega, USA) and stored at -20°C.
152
153 A portion of the mtDNA including the 5' end of the control region was amplified using the pairs 154 of primers: L15824 (5'-CCT CAC TCC TCC CTA AGA CT-3') and H16265 (5'-GCC CGG 155 TGC GAG AAG AGG-3') (Sellas, Wells & Rosel, 2005 (Table 2 ). In general, genetic variability of wild-born and captive 284 born dolphins was highly similar, with no evidence of reduced diversity in the captive-born 285 group (Table 3) .
286
287 Table 2 288 Table 4 ). The MICROCHECKER analysis 299 suggested the presence of null alleles and their frequencies per locus were calculated by FreeNA, 300 ranging from 0 to 0.33 (Table S2) . (Table 5) , revealing an almost null genetic differentiation among common 313 bottlenose dolphins' origin sites.
302
314 Table 5 315 316 According to the pairwise F ST findings, the Bayesian analysis of population substructuring done 317 with STRUCTURE indicated that the most likely number of populations (K) was 1, since K=1
318 presented the lower variance of Ln likelihood (Table S4) , pointing out that all common 319 bottlenose dolphins analyzed herein comprise a single population, regardless of their origin 320 location.
323
The one-tailed Wilcoxon test for evidence of population bottleneck was done excluding data 324 from microsatellite Tur4_80 which was the only microsatellite marker that presents an estimated 325 frequency of null alleles above 0.20 at global level (Table S2) . When comparing measured Nei´s 326 heterozygosity (Nei, 1987) with heterozygosity under mutation-drift model, we detected a 327 significant heterozygosity excess (p<0.05) for both infinite allele model (IAM) and two-phased 328 model (TPM) for the global captive population (Table 6 ). When dolphins were separated 329 according to their site of birth, the signal for a population bottleneck was detected for IAM and 330 TPM in the group formed by captive-born individuals and for IAM in the group formed by wild-331 born dolphins. Considering that TPM is the best model to fit empirical data regarding the 332 microsatellite mutation process (Di Renzo et al., 1994), our results suggest that the population of 333 captive bottlenose dolphins studied here presents a clear sign of a bottleneck event, and this 334 result could be a consequence of the already depleted genetic variability of the founder 335 organisms since wild-born dolphins also present a sign of a genetic bottleneck.
336 Table 6 337 338 Discussion 339 In thise study, overall low level of genetic diversity was found using nuclear microsatellite 340 markers, with a small number of alleles per locus and reduced heterozygosity, for both wild-born 468 Caballero S., Islas-Villanueva V., Tezanos-Pinto G., Duchene S., Delgado-Estrella A., Sanchez- 514 Galov A., Kocijan I., Lauc G., Gomerčić MĐ., Gomerčić T., Arbanasić H., Šatović Z., Šeol B., 518 Gaspari S., Holcer D., Mackelworth P., Fortuna C., Frantzis A., Genov T., Vighi M., Natali C.,
519
Rako N., Banchi E., Chelazzi G., Ciofi C. 2015. Population genetic structure of common 520 bottlenose dolphins (Tursiops truncatus) in the Adriatic Sea and contiguous regions: 2 Na = number of alleles; Ne = effective number of alleles, AR = allelic richness; Ho = observed 3 heterozygosity, H E = Nei´s (1973) expected heterozygosity. Haplotype names correspond to the same used in Table 1 . Small black circles represent ancestral extinct or not sampled haplotypes, and each hash mark represents one mutational event.
